Phylogenetic analysis of the complete mitochondrial genome of the Korean field mouse Apodemus peninsulae (Rodentia, Murinae) from China.
We sequenced and characterized a complete mitogenome (KP671850) of the Chinese Apodemus peninsulae and compared it with a previously published mitogenome of the Korean A. peninsulae (NC016060). The total length of the Chinese A. peninsulae mitogenome is 16,457 bp. The mitogenome consists of 13 protein-coding genes (PCGs), two rRNA (12S rRNA and 16S rRNA) genes, 22 tRNA genes, and one D-loop region. The most common start codon was ATG, used in the nine PCGs for initiation. The mitogenomes of Chinese and Korean A. peninsulae showed 98.9% sequence similarity. The intra-/interspecific phylogeny of the Chinese A. peninsulae revealed that the Chinese A. peninsulae was well grouped with the Korean A. peninsulae. The clade of A. peninsulae was sister to that of Apodemus agrarius, Apodemus chejuensis, and Apodemus chevrieri.